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Sir: 

DECLARATION PURSUANT TO 37 C.F.R. § 1.132 
I, David G. Camp II, declare as follows: 

1) I am a Senior Research Scientist in the department of Biological Systems 
Analysis and Mass Spectrometry at the Pacific Northwest National Laboratory (PNNL), 
Richland, Washington, and associate director for the PNNL Proteomic National Center for 
Research Resources. 

2) I received my doctorate in chemistry from the University of Montana. I have 
extensive experience in the area of proteomics and analysis using mass spectrometry. A copy of 
my curriculum vitae is attached. 

3) I have reviewed the specification, the references cited in the Office Action 
mailed December 19, 2003, the relevant portions of the Office Action related to the rejections 
over these references, and the claims as I understand they will be amended in response to the 
Office Action. 
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4) I understand that the claims stand rejected, in part, as allegedly anticipated by 
Masselon et al., Anal. Chem. 72:1918-1924 (2000), Yates, J. Mass Spectrom. 33:1-19 (1998), 
and Clauser et al., Proc. Natl. Acad. Sci. USA 92:5072-5076 (1995), and as allegedly obvious 
over Clauser et al. in view of Gygi et al., Nat. Biotechnol. 17:994-999 (1999). 

5) With regard to Masselon et al., this reference compares peptides analyzed by 
mass spectrometry (MS) to a database generated by in silico trypsin digestion of Caenorhabditis 
elegans genomic sequence. The database used by Masselon et al. does not contain multiple 
characteristics for the polypeptides, in contrast to the annotated polypeptide index recited in the 
claims. 

6) Regarding Yates, this reference, similar to Masselon et al., describes the use of 
a database of predicted values based on in silico digestion with a site specific enzyme. The 
database described by Yates does not contain multiple characteristics for the polypeptides, in 
contrast to the annotated polypeptide index recited in the claims. 

7) With respect to Clauser et al., this reference describes the use of a database 
constructed from a theoretical digest of the OWL protein sequence database. Although Clauser 
et al. describes using liquid chromatography to separate peptides, this information is not used as 
part of the identification of the proteins. The database described by Clauser et al. does not 
contain multiple characteristics for the polypeptides, in contrast to the annotated polypeptide 
index recited in the claims. 

8) In conclusion, I believe that none of the references by Masselon et al., Yates or 
Clauser et al. describe the claimed methods using a database containing multiple characteristics 
of polypeptides, as in the annotated polypeptide index recited in the claims. 
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I hereby declare that all statements made herein of my own knowledge are true 



and that all statements made on information and belief are believed to be true; and further that 
these statements are made with the knowledge that willful false statements and the like so made 
are punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the United 
States Code and that any such willful false statement may jeopardize the validity of the 
application or any patent issued thereon. 



Date 
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BIOGRAPHICAL SKETCH 

Provide the following information for the key personnel in the order listed for Form Page 2. 
Follow the sample format on preceding page for each person. DO NOT EXCEED FOUR PAGES. 



NAME 

David G. Camp II, Ph.D. 


POSITION TITLE 

Senior Research Scientist 


EDUCATION/TRAINING (Begin with baccalaureate or other initial professional education, such as nursing, and include postdoctoral training.) 


INSTITUTION AND LOCATION 


DEGREE 
(if applicable) 


YEAR(s) 


FIELD OF STUDY 


Albertson's College of Idaho, Caldwell, ID 
University of Montana, Missoula, MT 
University of Houston, TX 
Pacific Northwest National Laboratory (PNNL), 
Richland, WA 


B.S. 

Ph.D. 
Postdoc 
Postdoc 


1981 
1988 
1988-89 
2001-02 


Chemistry 
Chemistry 



Professional Experience 



1981 - 1985 Graduate Teaching Assistant, University of Montana, Missoula, MT 

1982 - 1988 Graduate Research Assistant, University of Montana, Missoula, MT 

1988 - 1989 Postdoctoral Research Associate, University of Houston, TX 

1989 - 1994 Assistant Professor of Chemistry, Eastern Oregon University, La Grande, OR 
1994 Awarded Indefinite Tenure. at Eastern Oregon University, La Grande, OR 
1994 - 1999 Associate Professor of Chemistry, Eastern Oregon University, La Grande, OR 
01/00 - 02/01 Self-employment, Boise, ID 

01/01 - 02/01 Adjunct Professor of Chemistry, Boise State University, Boise, ID 

2001 - 2002 Postdoctoral Research Associate, PNNL, Richland, WA 

2002 - present Senior Research Scientist, PNNL, Richland, WA 

2003 - present Associate Director for the PNNL Proteomic National Center for Research Resources 
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"High-throughput proteomics using Fourier transform ion cyclotron resonance mass spectrometry." Wei-Jun Qian, 
David G. Camp II, & Richard D. Smith, Expert Review of Proteomics In press (2004). 
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and A. Tassanakajohn, Methods in Enzymology, 164 , 401-419 (1988). 



